B. View of the gene with tissue dependent alternative splicing event output from Partek GS® alternative splice analysis of Exon expression data. Boxplot graph shows mean expression value and standard error of each probe set in tumor (blue) and normal (normal) groups (graph was separated by gender for CDH3 gene).
C. Verification by QPCR expression at the same exons in array exon expression.
Boxplots with median and 90% range were plotted for log 2 expression of tumor, normal or log 2 tumor/normal ratios of PCR1, PCR2 using Partek GS. Mean T/N ratios of exon expression in PCR1 and PCR2 were calculated by averaging ratio of tumor versus matched normal. The significant P-values were calculated with paired t-test in Partek GS. The comparison of difference of exon expression with PCR1 and PCR2 was also conducted with paired t-test. Since alternative splice ANOVA of exon array is based on the expression differences between the paired tumor/normal tissue among the exons, it will be considered array data were verified by QPCR if PCR1 expression was significantly different from PCR2 (p<0.05). 
